and TBP were bound at comparable levels to the TAF dep TAFs and to direct efficient transcription when in-RPS5 promoter. In contrast, at the TAF ind ADH1 and serted upstream of a TAF dep core promoter. This tran-GAL1 promoters, the crosslinking signal was very strong scriptional defect can be overcome by a potent activafor TBP but extremely weak for TAF1. Significantly, both tor, indicating that a strong activation domain can TBP and TAF1 were bound to the RPS5 UAS /ADH1 core and compensate for the absence of TAFs on a TAF dep core RPS5 UAS /GAL1 core promoters at a level similar to that obpromoter. Our results reveal a requirement for comserved for RPS5. At the ADH1 UAS /RPS5 core and GAL1 UAS / patibility between the UAS and core promoter and thus RPS5 core promoters, the TAF1 crosslinking signal was help explain previous reports that only certain yeast significantly weaker than that of TBP, analogous to the UAS-core promoter combinations and mammalian enresults with ADH1 and GAL1. On the basis of these data, hancer-promoter combinations are efficiently tranwe conclude that TAF recruitment is dependent upon scribed [6-11]. The differential recruitment of TAFs by the UAS but not the core promoter.
TBP to the RPS5 UAS /ADH1 core promoter, whereas the taf1
The TAF dep RPS5 UAS directed transcription more efficiently from the RPS5 core than from the GAL1 core mutation had a relatively small effect. These crosslinking data correlate well with the transcription results of Figure  (Figure 4A) . Conversely, the TAF ind GAL1 UAS activated transcription more efficiently from the GAL1 core than 2A and indicate that TAF6, but not TAF1, is important for TBP recruitment and hence transcription. from the RPS5 core. Interestingly, the TAF ind GAL1 UAS was significantly more effective than the ADH1 and The results of Figure 1 indicate that a TAF ind promoter does not recruit TAFs. We therefore predicted that a CUP1 UASs at directing transcription from the TAF dep RPS5 core. The activator that binds to the GAL1 UAS, chimeric promoter containing a TAF ind UAS and a TAF dep core would not be transcribed efficiently due to the lack Gal4, is extremely potent [22] , raising the possibility that a strong activation domain (AD) may compensate for of TAF recruitment. To test this prediction, we constructed and analyzed the transcriptional activity of the absence of TAFs on a TAF dep core promoter. To test this possibility, we asked whether the Gal4 AD could three sets of chimeric promoters.
The first set of chimeric promoters involved the TAF ind direct transcription from the TAF1-dependent RPS5 core promoter in the absence of TAF1. Toward this end, ADH1 and CUP1 and the TAF dep RPS5 promoters. Figure  3A shows that the RPS5 UAS activated transcription four LexA binding sites were inserted upstream of the RPS5 core promoter, and the Gal4-AD was expressed from the three core promoters comparably. In contrast, the TAF ind ADH1 and CUP1 UASs were unable to direct as a LexA-Gal4 fusion. Figure 4B shows, as expected, that inactivation of TAF1 resulted in the rapid and virtutranscription from the TAF dep RPS5 core: transcription from the CUP1 UAS /RPS5 core promoter was undetectable, ally complete loss of transcription from the TAF dep RPS5 promoter. In contrast, inactivation of TAF1 had no effect and transcription from the ADH1 UAS /RPS5 core promoter was ‫-21ف‬fold lower than that from ADH1 UAS /CUP1 core and when transcription from the RPS5 core promoter was directed by a LexA-Gal4 fusion protein. ‫-55ف‬fold lower than that from ADH1 UAS /ADH1 core .
A second series of chimeric promoters involved the The major findings of this study are summarized in The results obtained with the four classes of promoters analyzed in this study are summarized. At natural TAF dep promoters, activators bound at the UAS target TAFs and recruit them along with TBP to the core promoter, and transcription is efficient. At natural TAF ind promoters, activators bound at the UAS target some component other than TAFs (termed "target", indicated in purple), TBP rather than TFIID is recruited to the core promoter, and transcription is efficient. In the experimental situation in which a TAF dep UAS is fused to a TAF ind core promoter, activators bound at the TAF dep UAS target TAFs and recruit them along with TBP to the TAF ind core promoter, and transcription is efficient. In the experimental situation in which a TAF ind UAS is fused to a TAF dep core promoter, activators bound at the TAF ind UAS do not target or recruit TAFs, and, as a result, TBP binds poorly to the TAF dep core promoter (indicated by the dotted lines) and transcription is inefficient.
